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RNase H CleJQne with 10+10 Noncontiguoujpfciosphorothioates 
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RNase H Cleavage with 12+12 Noncontiguous Phosphorothioates 
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Dark bars represent translation of HSVProt control RNA 
Hatched bars represent translation of HBVPol test RNA 
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Alternate HBV epsilon targets for primary assays 
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